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Pedohacter sp. strain V48 participates in an interaction with Pseudomonas fluorescens which elicits interaction-induced pheno- 
types. We report the draft genome sequence of Pedohacter sp. V48, consisting of 6.46 Mbp. The sequence will contribute to im- 
proved understanding of the genus and facilitate genomic analysis of the model interspecies interaction with P. fluorescens. 
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Pedohacter sp. strain V48 is a Gram-negative, aerobic, rod- 
shaped bacterium in the family Sphingobacteriaceae, isolated 
from a coastal dune in the Netherlands ( 1 ) and categorized in the 
Pedohacter genus by analysis of the 16s rRNA gene sequence (2). 
The genus Pedohacter (phylum Bacteroidetes) was proposed by 
Steyn et al. to encompass phenotypically similar heparinase- 
positive bacteria from the genus Sphingohacterium, which also 
group closely using a polyphasic approach to classification (3). 
Based on phenotypic and molecular data, there are now 4 1 species 
in the genus (http://www.bacterio.net/pedobacter.html [accessed 
1/21/2014] ). Pedohacter V48 was recently shown to participate in 
the inhibition of fungal growth during close association with 
strains of Pseudomonas fluorescens (4-6). Thus, the strain is of 
potential value from the perspective of antifungal compound pro- 
duction. Ongoing studies seek to elucidate how Pedohacter V48 
either produces antifungal compounds or induces production of 
novel compounds by P. fluorescens and to investigate other 
interaction-induced traits. 

Total DNA was extracted from Pedohacter V48 using the Wiz- 
ard Genomic DNA purification kit (Promega). A library of 300 to 
400 bp derived from randomly sheared genomic DNA was con- 
structed, and 50-bp paired-end sequencing (lUumina Genome 
Analyzer II) was carried out at the Tufts University Genomics 
core, generating 75,349,698 reads. Reads were initially assembled 
using Velvet 1.1.6 (7), which produced 174 contigs ranging from 
133 to 332,922 bp, with an N50 of 82,534. To reduce the number of 
contigs, a second assembly using the forward reads only was car- 
ried out with the Geneious 5.6 assembler. The largest 859 Ge- 
neious contigs and the Velvet contigs were then assembled using 
Geneious. The combined assembly yielded 34 contigs (N50, 
403,224), with the largest being 808,927 bp (contig 14) and the 
smallest 1,225 bp (contig 33). To verify the validity and accuracy 
of the combination assembly, a BamHI optical map was generated 
(OpGen), against which the 34 contigs were ordered and mapped 
using Mapsolver. The resulting order is reflected in the numbering 
of the contigs from 1 to 26. Contigs which did not unambiguously 
align were assigned numbers 27 to 34. The total size of all contigs 



is 6,459,990 bp, leading us to estimate the total genome size to be 
approximately 6.46 Mbp, with a GC content of approximately 
38.9%. The genome is considerably larger than that of published 
Pedohacter sp. sequences (8) and also those of the unpublished 
Pedohacter sp. sequences in GenBank. The percentage of GC is 
similar to those of other Pedohacter genomes in GenBank, which 
range from 34.4% to 44.9%. Annotation was performed using the 
NCBI PGAP pipeline, which predicted 5,849 protein-coding se- 
quences and 43 tRNAs. The 5S, 16S, and 23S rRNA genes were 
detected, but since this is a draft the numbers and locations of 
multiple copies were not determined. The genome sequence will 
enable functional genomic and RNAseq-based transcriptomic 
studies of interactions between Pedohacter V48 and P. fluorescens. 

Nucleotide sequence accession numbers. This whole-genome 
shotgun project has been deposited at DDBJ/EMBL/GenBank un- 
der the accession number AWRUOOOOOOOO. The version de- 
scribed in this paper is version AWRUO 1000000. 

ACKNOWLEDGMENTS 

This work was supported by the Agriculture and Food Research Initiative 
Competitive grant 20 10-65 1 10-20392 from the USDA's National Institute 
of Food and Agriculture, Microbial Functional Genomics Program, and a 
MEERVOUD personal grant to P.G. (836.09.004) from the Netherlands 
Organization of Scientific Research (NWO). 

REFERENCES 

1 . de Boer W, Verheggen P, Klein Gunnewiek PI, Kowalchuk GA, van Veen 

lA. 2003. Microbial community composition affects soil fungistasis. Appl. 
Environ. Microbiol. 69:835-844. http://dx.doi.Org/10.1128/AEM.69.2.835 
-844.2003. 

2. de Boer W, Wagenaar AM, Klein Gunnewiek PI, van Veen lA. 2007. In 
vitro suppression of fungi caused by combinations of apparently nonan- 
tagonistic soil bacteria. FEMS Microbiol. Ecol. 59:177-185. http://dx.doi 
.org/10.1111/j.l574-6941.2006.00197.x. 

3. Steyn PL, Segers P, Vancanneyt M, Sandra P, Kersters K, loubert II. 
1998. Classification of heparinolytic bacteria into a new genus, Pedohacter, 
comprising four species: Pedohacter heparinus comb, nov., Pedohacter pis- 
cium comb, nov., Pedohacter africanus sp. nov. and Pedohacter saltans sp. 
nov. proposal family Sphingohacteriaceae fam. nov. Int. ]. Syst. Bacteriol. 
48:165-177. 



January/February 2014 Volume 2 Issue 1 e00094-14 



Genome Announcements 



genomea.asm.org 1 



Bitzer et al. 



4. Garbeva P, Tyc O, Remus-Emsermann MN, van der Wal A, Vos M, Silby 
M, de Boer W. 2011. No apparent costs for facultative antibiotic produc- 
tion by the soil bacterium Pseudomonas fluorescens PfO-1. PLoS One 
6:e27266. http://dx.doi.org/10.1371/journal.pone.0027266. 

5. Garbeva P, Silby MW, Raaijmakers JM, Levy SB, de Boer W. 2011. 
Transcriptional and antagonistic responses of Pseudomonas fluorescens 
PfO-1 to phylogenetically different bacterial competitors. ISME J. 
5:973-985. http://dx.doi.org/10.1038/ismej.2010.196. 

6. Garbeva P, de Boer W. 2009. Interspecific interactions between carbon- 



limited soil bacteria affect behavior and gene expression. Microb. Ecol. 
58:36-46. http://dx.doi.org/10.1007/s00248-009-9502-3. 

7. Zerbino DR, Birney E. 2008. Velvet: algorithms for de novo short read 
assembly using de Bruijn graphs. Genome Res. 18:821-829. http://dx.doi 
.org/lO.llOl/gr.074492.107. 

8. Yin Y, Yue G, Gao Q, Wang Z, Peng F, Fang C, Yang X, Pan L. 2012. 
Genome sequence of Pedobacter arcticus sp. nov., a sea ice bacterium iso- 
lated from tundra soil. J. Bacteriol. 194:6688. http://dx.doi.0rg/lO.l 128/JB 
.01655-12. 



2 genotmea.asm.org 



Genome Announcements 



January/February 2014 Volume 2 Issue 1 e00094-14 



